and other systematic sequencing efforts. The majority of this supplement is devoted to a series of worked examples, providing an overview of the types of data available, details on how these data can be browsed, and stepby-step instructions for using many of the most commonly-used tools for sequence-based discovery. The major web portals featured throughout include the National Center for Biotechnology Information Map Viewer, the University of California, Santa Cruz Genome Browser, and the European Bioinformatics Institute's Ensembl system, along with many others that are discussed in the individual examples. It is hoped that readers will become more familiar with these resources, allowing them to apply the strategies used in the examples to advance their own research programs.
